. Gene copy numbers of TPS genes from plant species separated by subfamilies. F: full length; P: partial.
Species total TPS-a1 TPS-a2 TPS-b TPS-c TPS-e TPS-f TPS-g F+P F P F P F P F P F P F P F P F P Figure S1 . Estimation of the P. cablin genome size using KmerGenie. a b Figure S3 .Maximu m likelihood trees were reconstructed using RAXML using the first codon positions (a), the second codon positions (b), the 4DTv sites (c) and the full-length CDSs (d). Bayesian trees were reconstructed using MrBayes using the 4DTv sites (E). Each tree is rooted at the node where the asterids and rosids split. The abbreviations on each leaf are the same as those in Table S14 . The bootstrap values (a-d) and posterior probabilities (e) are labeled on each node. Figure S4 .Correlation matrix of RNASeq samples.
